MiRNA seq Analysis



miRNA Seq Analysis Workflow

Cutadapt

Flicker

Trimming Adaptors
Pre Processing | ———t
Length Pre-filter
Collapse using fastx_collapser

for unique reads

Alignment

mMmiRBASE hgl9 assembly
Rhesus macaque
genonle Alignment : Using BWA,
Bowtie or Nova-align (miRO)
RFam

Quantification and isomiRs
identification

Target Prediction Novel miRNA prediction

miRDEEP + miRAnalyzer +

TargetScan + MiRANDA 8
miReap

Filter novel mapped to
Rfam and refSeq using
Blast, other software

Target Genes + pathway
enrichment



Workflow for known miRNA quantification

Deseq/EdgeR

Quality Filter reads
using cutadapt
-gq 20

Ran BCL2Fastq/

demultiplexing

Bowtie —n alignment mode Adaptor trlmmlng
-n number 0-3,
T -l seed length (in the first L bases) Disca |"d rea dS
Alignments may have no more than N shorter than 15 nts
Generate cou nt mismatches (where N is a number 0-3, set with
-n) in the first L bases (where L is a number 5 or
stat greater, set with -I) on the high-quality (left) reads with identical

end of the read.
-e The sum of the Phred qualit scores values at
all mismatched positions does not exceed E

sequence are represented
with a single entry

Remove redundant
reads

Create
bam,sort
bam run

Htseq/

Rsamtools

Mapping reads to hgl9

genome, mature miRNA,
precursors from FASTQC /FASTX
miRBASE, Rfam is still in Trimmed QC repot
process




